TACGACGGTCAGAAAAATCGTGGTCCAGTTACGACTGGCGTGGTTGGAGTAATTGCTTAT Table S1 ), respectively, and the corresponding amino acids are extracted from the N-terminal protein sequence. GenBank accession for FraB and FraE have been deposited under entry codes MK936900 and MK936901, respectively. . Large PONDR scores correspond to highly disordered residues. In several segments, the profile of FraE perfectly overlaps that of FraC given the high similarity between them. Table 1 . Primer sequences used in the amplification of fragaceatoxin sequences. were calculated form the crystal structure of FraC pore (4TSY) using GETAREA [3] and refer to the ratio between the ASA of the side-chain and the ASA of the residue in random coil conformation. High (ASA ≥ 50 %), partial (ASA from 21 49 %), and low ASA (ASA ≤ 20 %) correspond to different degrees of side-chain exposure to solvent [4] . c The first, second, and third residues in the sequence were assigned a highly accessible value given their disorder disposition in the crystal structure (4TSY). d Cells are color-coded according to residue abundance from low (light orange) to high (dark orange). a The degree of conservation was calculated with Clustal Omega [2] . b ASA values of side-chains were calculated form the crystal structure of FraC pore (4TSY) using GETAREA [3] and refer to the ratio between the ASA of the side-chain and the ASA of the residue in random coil conformation. High (ASA ≥ 50 %), partial (ASA from 21 to 49 %), and low ASA (ASA ≤ 20 %) correspond to different degrees of side-chain exposure to solvent [4] . c The first, second, and third residues in the sequence were assigned a highly accessible value given their disorder disposition in the crystal structure (4TSY). d Cells are color-coded according to residue abundance from low (light orange) to high (dark orange). e Non-interacting residues are shown in Figure 6 and were obtained from [5] . were calculated form the crystal structure of FraC pore (4TSY) using GETAREA [3] and refer to the ratio between the ASA of the side-chain and the ASA of the residue in random coil conformation. High (ASA ≥ 50 %), partial (ASA from 21 to 49 %), and low ASA (ASA ≤ 20 %) correspond to different degrees of side-chain exposure to solvent [4] . c The first, second, and third residues in the sequence were assigned a highly accessible value given their disorder disposition in the crystal structure (4TSY). d Cells are color-coded according to residue abundance from low (light orange) to high (dark orange). e Interacting residues are shown in Figure 6 and were obtained from [5] . These residues correspond to the sum of the lipid-binding and protein-binding residues. Note that residues in positions 56, 79, 166, and 167 have both lipid and protein interacting partners (Figure 6 ). a The degree of conservation was calculated with Clustal Omega [2] . b ASA values of side-chains were calculated form the crystal structure of FraC pore (4TSY) using GETAREA [3] and refer to the ratio between the ASA of the side-chain and the ASA of the residue in random coil conformation. High (ASA ≥ 50 %), partial (ASA from 21 to 49 %), and low ASA (ASA ≤ 20 %) correspond to different degrees of side-chain exposure to solvent [4] . c The first, second, and third residues in the sequence were assigned a highly accessible value given their disorder disposition in the crystal structure (4TSY). d Cells are color-coded according to residue abundance from low (light orange) to high (dark orange). e Protein-binding residues are shown in Figure 6 and were obtained from [5] . were calculated form the crystal structure of FraC pore (4TSY) using GETAREA [3] and refer to the ratio between the ASA of the side-chain and the ASA of the residue in random coil conformation. High (ASA ≥ 50 %), partial (ASA from 21 to 49 %), and low ASA (ASA ≤ 20 %) correspond to different degrees of side-chain exposure to solvent [4] . c The first, second, and third residues in the sequence were assigned a highly accessible value given their disorder disposition in the crystal structure (4TSY). d Cells are color-coded according to residue abundance from low (light orange) to high (dark orange). e Lipid-binding residues are shown in Figure 6 and were obtained from [5] .
